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Suppl. Fig. S1
The amino acid sequences of B. subtilis DnaA and DnaD. The DnaA domain I (M1-P81, yellow) used in this study is coloured in yellow while the AAA+ domain (F106-A338, green) and C-terminal domain (A339-K446, red) that binds dsDNA are coloured in green and red, respectively. N191 and A198 that were mutated to cysteines to produce the DnaA(N191C/A198C) protein are shown in magnified bold.
The N-terminal (M1-S128) and C-terminal (K129-Q232) domains of DnaD containing DDBH1 and DDBH2, respectively, are shown in grey and cyan. V196 which defines the C-terminal end of the truncated DnaD196 protein is shown in magnified bold.
The sequence of the 819 bp DNA fragment, between the dnaA and dnaN genes containing the half origin with the DUE and four DNA boxes (blue, violet, cyan and orange), used in this study to form DnaA-DNA filaments. 
Suppl. Fig. S9
Scoring parameters for the top 2 clusters generated by HADDOCK restraint-driving docking of the DnaA domain I -DnaD DDBH2 domain interface. The RMSD is calculated from the overall lowestenergy structure within the cluster. The Z-score indicates how many standard deviations from the average the cluster is located in terms of score (the more negative the better).
Suppl. Fig. S10
EMSA with increasing concentrations of DnaA (0-2.5 µM) in the presence of a 120 mer ds synthetic oligonucleotide carrying four DnaA boxes (see Suppl. K17  L129  S20  Y130  S23  I132  T26  E134  E48  E135  F49  K164  D52  V171  W53  E55  S56  H60 Suppl. Table S1 Ambiguous interaction restraints used with the HADDOCK program to model the DnaA domain IDnaD DDBH2 domain interaction. NMR chemical shift perturbation data was analysed to identify significant residues and solvent exposed residues from this set were designated active residues.
Construct Primer
Passive residues were determined automatically by the HADDOCK program (solvent exposed neighbours of active residues).
B
Suppl. Table S2 A. Table S3 Residues of contact within the top two clusters from the HADDOCK predicted models of the DnaA domain I -DnaD DDBH2 domain interface. The residue interface was identified using a PyMOL script (https://pymolwiki.org/index.php/InterfaceResidues and https://www.schrodinger.com/suites/pymol) that applies a 1 Å 2 cutoff above the difference between the complex-based surface area and chain-only surface area to select for interface residues. AIR input residues (Suppl . Table S1 ) are displayed in bold.
